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DETAILED PROGRAM 
 
 

SUNDAY AUGUST 29th 

16.00 – 19.00 Registration (Main Auditorium, Via Mattioli, 10) 
 

19.30 
 
Welcome Party 

 
 
 
MONDAY AUGUST 30th 

8.00 – 9.00 Registration 
 

9.00 – 9.05 OPENING REMARKS 
  D.F. Hochstrasser, G. Corthals, J.-C. Sanchez, L. Bini, S. Liberatori, V. Pallini 

 
9.05 – 9.15 WELCOME ADDRESS 

 P. Tosi (President of Siena University) 
  G.M. Rossolini (Director, Department of Molecular Biology) 

 
 
 

OPENING MAIN LECTURE 
 

9.15 – 10.00 TEN YEARS OF THE PROTEOME: HISTORY, PERSPECTIVES AND THE FUTURE 
 M.R Wilkins (Sydney, Australia) 

 
 
 

PLENARY SESSION 1 
PROTEOME OVERVIEW 

Chairpersons: D.F. Hochstrasser, V. Pallini 
 
 

10.00 – 10.30 THE UNIPROT/SWISSPROT HUMAN PROTEOMICS INITIATIVE: CURRENT STATUS 
AND FUTURE PLANS 

 A. Bairoch (Geneva, Switzerland) 
 
 

10.30 – 11.00 COFFEE BREAK 
 
 

11.00 – 11.30 ADVANCES IN ULTRATRACE LC/MS ANALYSIS FOR BIOMARKER DISCOVERY AND  
 OTHER PROTEOMIC APPLICATIONS 
 B.L. Karger (Boston, USA) 

 
11.30 – 12.00 PROTEIN MICROARRAYS: PROMISING TOOLS FOR PROTEOMIC RESEARCH 

 T.O. Joos (Reutlingen, Germany) 
 
 

12.00 – 14.00 LUNCH 
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MONDAY AUGUST 30th 
 
 
 
 

PARALLEL SESSIONS A 
 

MASS SPECTROMETRY I 
Chairpersons: R. Aebersold, S. Patterson 

 
 

14.00 – 14.30 MS AND TANDEM MS FOR GLYCOTAG DISCOVERY 
 J. Peter-Katalinic (Muenster, Germany) 

 
14.30 – 15.00 A NOVEL QUALITATIVE AND QUANTITATIVE LC-MS BASED APPROACH TO  

 PROTEIN PROFILING AND BIOMARKER DISCOVERY 
 S. Geromanos, K. Richardson, P. Young, R. Denny, K. Neeson, T. McKenna, C. Doreschel, 
 M. Gorenstein, G.-Z. Li, T. Riley, J.C. Silva, J. Langridge (Milford, MA, USA; Manchester, UK) 

 
 
 
 

15.00 – 16.30  POSTER SESSION 1 
 AND COFFEE BREAK 

 
 
 

MASS SPECTROMETRY II 
Chairpersons: S. Patterson, R. Aebersold 

 
 

16.30 – 17.00 BOTTOM UP ANALYSIS: A COMPARATIVE STUDY FOR DATA ACQUISITION AND  
 DATA PROCESSING STRATEGIES IN THE ANALYSIS OF COMPLEX MIXTURES BY 
 LC-MS/MS 
 W. Bienvenut, J. Barblan, A. Potts, M. Quadroni (Epalinges, Switzerland) 

 
17.00 – 17.30 MOLECULAR CHARACTERIZATION OF HUMAN PLASMA LIPOPROTEINS 

 M. Heller, E. Schlappritzi, D. Stalder, G. Hayn, U. Matter, A. Haeberli (Bern, Flamatt, Switzerland) 
 

17.30 – 18.00 A MULTIPLEXED, PRECISE, FAST AND SENSITIVE PRECURSOR ION SCAN LIKE  
 ANALYSIS MODE FOR QUADRUPOLE TIME OF FLIGHT INSTRUMENTS 
 COMPATIBLE WITH CHROMATOGRAPHIC SEPARATION 
 R. Niggeweg, T. Köcher, M. Gentzel, M. Wilm (Heidelberg, Germany) 

 
 
 

MASS SPECTROMETRY ROUNDTABLE 
Chairpersons: R. Bradshaw, M. Dunn, B. Hancock 

 
 

18.00 – 18.30 GUIDELINES FOR THE PUBLICATION OF PROTEIN IDENTIFICATION DATA 
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MONDAY AUGUST 30th 
 
 
 
 

PARALLEL SESSIONS B 
 

ONCOLOGY I 
Chairpersons: S. Liberatori, D. Goodlett 

 
 

14.00 – 14.30 PROTEOMIC CHARACTERIZATION OF THE INTERSTITIAL FLUID PERFUSING THE  
 BREAST TUMOR MICROENVIRONMENT: A NOVEL RESOURCE FOR BIOMARKER 
 AND THERAPEUTIC TARGET DISCOVERY 
 J.E. Celis, P. Gromov, T. Cabezón, J.M.A. Moreira, N. Ambartsumian, K. Sandelin, F. Rank, 
 I. Gromova (Copenhagen, Denmark) 

 
14.30 – 15.00 PROTEOMIC GLOBAL PROFILING FOR CANCER BIOMARKER DISCOVERY 

 S. Hanash (Seattle, USA) 
 
 
 
 

15.00 – 16.30 
 POSTER SESSION 1 
 AND COFFEE BREAK 

 
 
 

ONCOLOGY II 
Chairpersons: D. Goodlett, S. Liberatori 

 
 

16.30 – 17.00 CHARACTERIZATION OF PROTEIN EXPRESSION IN BRAIN TUMORS USING  
 DUPLEX AND MULTIPLEX STABLE ISOTOPE LABELING 
 P. Juhasz, K. Parker, S. Hattan, J. Marchese, B. Williamson, D. Pappin, S. Martin, H. Saya, 
 H. Nakamura, N. Araki (Framingham, MA, USA; Kumamoto, Japan) 

 
17.00 – 17.30 PROTEOMIC ANALYSIS OF COLORECTAL CANCER: STRATEGIES FOR NOVEL  

 BIOMARKER DISCOVERY 
 R.J. Simpson, H. Ji, D. Frecklington, R.L. Moritz (Parkville, Australia) 

 
17.30 – 18.00 PROTEOMICS OF RENAL CANCER 

 R.E Banks (Leeds, UK) 
 
 
 

MASS SPECTROMETRY ROUNDTABLE 
Chairpersons: R. Bradshaw, M. Dunn, B. Hancock 

 
 

18.00 – 18.30 GUIDELINES FOR THE PUBLICATION OF PROTEIN IDENTIFICATION DATA 
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TUESDAY AUGUST 31st 
 
 
 
 

NOBEL LECTURE 
 
 
 

9.00 – 9.45 GENE PRODUCTS WITH EVOLUTIONARY FUNCTIONS 
 W. Arber (Basel, Switzerland) 

 
 
 
 

PLENARY SESSION 2 
PROTEOME IMAGING 

Chairpersons: M. Wilkins, H. Langen 
 
 

9.45 – 10.15 DECIPHERING PROTEIN PATTERNS FROM CANCER TISSUE FOR PREDICT  
 DISCOVERY OF UNIQUE SETS OF BIOMARKERS TO AID DIAGNOSIS AND 
 CLINICAL OUTCOMES 
 R.M. Caprioli (Nashville, TN, USA) 

 
10.15 – 10.45 PEPTIDOMIC ANALYSIS OF PLASMA SAMPLES AFTER ORAL ADMINISTRATION OF  

 GLUCOSE 
 H. Tammen, I. Schulte, M. Kellmann, M. Schrader, R. Hess, P. Schulz-Knappe (Hannover, Germany) 

 
 

10.45 – 11.10 COFFEE BREAK 
 
 

11.10 – 11.40 DIRECT MASS SPECTROMETRIC IMAGING OF BIOMATERIALS 
 R.M.A. Heeren, S. Luxembourg, S. R. Piersma, A.F.M. Altelaar, T.H. Mize, L.A. McDonnell 
 (Amsterdam, The Netherlands) 

11.40 – 12.10 MALDI MASS SPECTROMETRIC IMAGING APPLIED TO BIOMEDICAL RESEARCH 
 M. Stoeckli, D. Staab, T. Rohner (Basel, Switzerland) 

 
12.10 – 12.40 WHY NOT EXPLOIT MS DATA TO ITS FULLEST? USING DATA-REDUNDANCY IN  

 MASS SPECTRA 
 D. Walther, M. Quadroni, S. Catherinet, J. Burgess, C.G. Zimmermann-Ivol, J.C. Sanchez, D.F. 
 Hochstrasser, R.D. Appel (Geneva, Lausanne, Switzerland) 

 
 

12.40 – 14.30 LUNCH 
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TUESDAY AUGUST 31st 
 
 
 
 

PARALLEL SESSIONS A 
 

BIOMARKERS I 
Chairpersons: J-C. Sanchez, N. Packer 

 
 

14.30 – 15.00 THE DIAGNOSTIC PROTEOME: ADVANCES IN QUANTITATION OF CANDIDATE  
 MARKERS FOR CLINICAL VALIDATION 
 L. Anderson (Washington, USA) 

 
15.00 – 15.30 PROTEOMIC STUDY OF SERUM FROM 2500 PREGNANT WOMEN AT FIRST AND  

 THIRD TRIMESTER OF PREGNANCY 
 I. Cusin, A. Bairoch, N. Barrillat, T. Baussant, C. Boiteau, L. Bougueleret, N. Budin, S. Carraud, 
 D. Chiappe, N. Christmann, J. Colinge, I. Fasso, A. Gleizes, E. Gonzalez-Couto, F. Grange, 
 D. Hochstrasser, A. Karmine, T. Kowall, S. Lagache, E. Mahe, H. Mattou, M. Moniatte, A. Niknejad, 
 F. Perret, N. Pinaud, S. Reffas, P-O. Regamey, P-A. Rey, P. Rodriguez-Tome, K. Rose, G. Rossellat, 
 C. Saudrais, C. Zwahlen (Meyrin/GE, Switzerland) 

 
 
 

 
15.30 – 17.00 

 POSTER SESSION 2 
 AND COFFEE BREAK 

 
 
 

BIOMARKERS II 
Chairpersons: N. Packer, J-C. Sanchez 

 
 

17.00 – 17.30 FROM SPOTS TO EARLY PLASMATIC DIAGNOSTIC MARKERS OF ISCHEMIC  
 STROKE 
 L. Allard, P. Lescuyer, J. Burgess, W. Nadia, P. Burkhard, D.F. Hochstrasser, J-C. Sanchez 
 (Geneva, Switzerland) 

 
17.30 – 18.00 IDENTIFICATION OF MHC CLASS II-ASSOCIATED PEPTIDES IN THE SYNOVIAL  

 FLUID OF PATIENTS WITH RHEUMATOID ARTHRITIS (RA) 
 G. Buurman, S. Regenass, A. Tyndall, H. Langen, H. Kropshofer, A.B. Vogt (Basel, Switzerland) 

 
18.00 – 18.30 IDENTIFICATION OF CYTOPROTECTIVE PROTEINS ASSOCIATED WITH LONG-  

 TERM SURVIVAL FOLLOWING HEART TRANSPLANTATION 
 M.. Dunn, A.I. De Souza, E. McGregor, R. Wait, A. Mitchell, N.R. Banner, M.L. Rose  
 (London,Harefield, UK) 

 
 
 
 

20.00 SOCIAL DINNER 
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TUESDAY AUGUST 31st 
 
 
 
 

PARALLEL SESSIONS B 
 

BIOKNOWLEDGE I 
Chairpersons: B.L. Karger, J. Bergeron 

 
 

14.30 – 15.00 ANNOTATION OF THE HUMAN GENOME WITH PEPTIDE SEQUENCES OBTAINED BY 
 HIGH THROUGHPUT MASS SPECTROMETRY 
 F. Desiere, E. Deutsch, P. Mallick, A. Nesvizhskii, J. Eng, R. Aebersold (Seattle, USA; Lausanne, Zurich, 

 Switzerland). 
 

15.00 – 15.30 THE PROTEOME IN EVOLUTION 
 J. Klose (Berlin, Germany) 

 
 
 

 
15.30 – 17.00 

 POSTER SESSION 2 
 AND COFFEE BREAK 

 
 
 

BIOKNOWLEDGE II 
Chairpersons: J. Bergeron, B.L. Karger 

 
 

17.00 – 17.30 FUNCTIONAL PROTEOMICS 
 P. Pucci (Napoli, Italy) 

 
17.30 – 18.00 A FRAMEWORK TO INTEGRATE DNA SEQUENCE, MRNA EXPRESSION PROFILES  

 AND PROTEIN EXPRESSION PROFILES IN ESCHERICHIA COLI 
 K.H. Lee, L.B. Shaw, K. Aggarwal, L.H. Choe, P.S. Lee, R.S. Kuczenski, A. Mehra, 
 V. Hatzimanikatis (Ithaca, NY; Evanston, IL, USA) 

 
18.00 – 18.30 INTERACTION PROTEOMICS: A PHYSICAL & FUNCTIONAL MAP OF THE HUMAN 

TNFα/NF-κB SIGNAL TRANSDUCTION PATHWAY 
 T. Bouwmeester, A. Bauch, H. Ruffner, P.-O. Angrand, G. Bergamini, K. Croughton, C. Cruciat, 
 D. Eberhard, J. Gagneur, S. Ghidelli, C. Hopf, B. Huhse, R. Mangano, A.-M. Michon, M. Schirle, 
 J. Schlegl, M. Schwab, M. A. Stein, A. Bauer, G. Casari, G. Drewes, A.-C. Gavin, D. B. Jackson, 
 G. Joberty, G. Neubauer, J. Rick, B. Kuster, G. Superti-Furga (Heidelberg, Germany) 

 
 
 
 

20.00 SOCIAL DINNER 
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WEDNESDAY SEPTEMBER 1st 
 
 
 
 

PLENARY SESSION 3 
PROTEOME LABELLING 

Chairpersons: G. Corthals, M. Dunn 
 
 

9.00 – 9.30 COFRADIC: A HIGHLY VERSATILE AND QUANTITATIVE GEL-FREE PROTEOME  
 TECHNOLOGY, SUITED FOR GLOBAL ANALYSIS OF A VARIETY OF POST- 
 TRANSLATIONAL PROTEIN MODIFICATIONS 
 K. Gevaert, P. Van Damme, A. Staes, L. Martens, J. Van Damme, H. Demol, S. De Groot, G. 
 Thomas, M. Goethals, M. Puype, J. Vandekerckhove (Ghent, Belgium) 

 
9.30 – 10.00 IN VIVO BIOTINYLATION FOR THE DISCOVERY OF VASCULAR MARKERS OF  

 PATHOLOGY 
 G. Elia, S. Scheurer, J. Rybak, D. Neri (Zurich, Switzerland) 

 
10.00 – 10.30 PROTEIN AND BIOMARKER QUANTITATION USING iTRAQ REAGENTS, A NOVEL  

 SET OF MULTIPLEXED AMINE-SPECIFIC TAGGING REAGENTS 
 D.J. Pappin, P.L. Ross, S. Purkayastha, J.D. Haley, J. Peltier, L.R. Zieske 

 (Framingham, Foster City, Farmingdale, Salt Lake City, USA) 
 
 

10.30 – 11.00 COFFEE BREAK 
 
 

11.00 – 11.30 TANDEM MASS TAGS – A NOVEL STRATEGY FOR DIFFERENTIAL QUANTITATIVE  
 ANALYSIS OF COMPLEX PROTEOMES 
 C. Hamon, K. Kuhn, S. Kienle, J. Schäfer, J. Schwarz (Frankfurt am Main, Germany) 

 
11.30 – 12.00 PROTEOMIC ANALYSIS OF CHANGES IN ACQUIRED DRUG RESISTANCE 

 C. Fenselau, Z. Fu, A. Rahbar, R. Strong, F. Hays (College Park MD, USA) 
 
 

12.00 – 14.00 LUNCH 
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WEDNESDAY SEPTEMBER 1st 
 
 
 
 

PARALLEL SESSIONS A 
 

PROKARYOTES 
Chairpersons: L. Bini, J. Klose 

 
 

14.00 – 14.30 BIOLOGICAL AND MEDICAL APPLICATIONS BY HELICOBACTER PYLORI  
 PROTEOMICS 
 D. Bumann, A. Krah, F. Schmidt, M. Schmid, R. Stein, T.F. Meyer, T. Aebischer, P.R. Jungblut 
 (Berlin, Germany) 

 
14.30 – 15.00 ART-LOVING BUGS:  

 THE RESURRECTION OF BENOZZO GOZZOLI FROM PISA’S CEMETERY 
 P.G. Righetti, P. Antonioli, G. Zapparoli, P. Abbruscato, C. Sorlini, G. Ranalli 
 (Verona, Milano, Campobasso, Italy) 

 
 
 

 
15.00 – 16.30 

 POSTER SESSION 3 
 AND COFFEE BREAK 

 
 
 

GEL AND STAINING TECHNOLOGIES 
Chairpersons: J. Klose, L. Bini 

 
 

16.30 – 17.00 SEPHADEX IEF FOR PREFRACTIONATION OF COMPLEX SAMPLES 
 A. Görg, O. Drews, A. Köpf, C. Lück, G. Reil, B. Schröter, W. Weiss (Freising-Weihenstephan, Germany) 

 
17.00 – 17.30 MULTI-VARIABLE ANALYSIS USING DIFFERENCE GEL ELECTROPHORESIS WITH  

 MIXED-SAMPLE INTERNAL STANDARDS TO STUDY TGF� AND ERBB2 SIGNAL 
 TRANSDUCTION 
 D.B. Friedman, S.E. Wang, C.A. Whitwell, S. Hill, C.L. Arteaga, R.M. Caprioli (Nashville TN, USA) 

 
17.30 – 18.00 ABOUT THE MECHANISM OF INTERFERENCE OF SILVER STAINING WITH PEPTIDE  

 MASS SPECTROMETRY 
 S. Richert, S. Luche, M. Chevallet, A. Van Dorsselaer, E. Leize-Wagner, T. Rabilloud 
 (Strasbourg, Grenoble, France) 

 
 
 
 

18.15 WINE AND CHEESE TASTING  
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WEDNESDAY SEPTEMBER 1st 
 
 
 
 

PARALLEL SESSIONS B 
 

BIOINFORMATICS I 
Chairpersons: R.D. Appel, J. Yates 

 
 

14.00 – 14.30 INTERPRETATION OF LARGE SCALE MS/MS DATA SETS – IMPACT OF  
 TRANSPEPTIDATION 
 H. Schaefer, D. Chamrad, M. Blueggel, K. Marcus, H.E. Meyer (Bochum, Dortmund, Germany) 

 
14.30 – 15.00 PHENYX: ABOUT COMPATIBILITY OF HIGH-THROUGHPUT AND PERTINENCE IN  

 PROTEIN IDENTIFICATION 
 P.-A. Binz, A. Masselot, L. Cambria, M. Müller, M. Tuloup, C. Hernandez, R.D.Appel  
 (Geneva, Switzerland) 

 
 
 

 
15.00 – 16.30 

 POSTER SESSION 3 
 AND COFFEE BREAK 

 
 
 

 
BIOINFORMATICS II 

Chairpersons: J. Yates, R.D. Appel 
 
 

16.30 – 17.00 PROTEOMICS BEYOND GENOMIC FRONTIERS:  
 ANALYTICAL TECHNOLOGIES AND BIOLOGICAL IMPLICATIONS 
 A. Shevchenko (Dresden, Germany) 

 
17.00 – 17.30 COMPUTATIONAL TOOLS FOR STANDARDIZED ANALYSIS OF MS-BASED  

 PROTEOMICS DATA 
 A. Keller, J. Eng, X. Li, A. Nesvizhskii, P. Pedrioli, R. Aebersold (Seattle, USA) 

 
17.30 – 18.00 ALGORITHMS FOR THE MULTIDIMENSIONAL ANALYSIS OF  

 MULTIDIMENSIONAL LC-MASS SPECTROMETRY DATA 
 B. Schwikowski (Paris, France) 

 
 
 
 

18.15 WINE AND CHEESE TASTING  
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THURSDAY SEPTEMBER 2nd 
 
 
 
 

PLENARY SESSION 4 
GLYCOMICS 

Chairpersons: J. Peter-Katalinic, D. Pappin 
 
 

9.00 – 9.30 IMPORTANCE OF “FUNCTIONAL GLYCOMICS” AT THE POST GENOMIC ERA 
 N. Taniguchi (Suita Osaka Japan) 

 
9.30 – 10.00 GLYCOMICS – DO YOU ALWAYS NEED TO IDENTIFY THE PROTEIN? 

 N.H. Packer, H.J. Joshi, B.L. Schulz, N.L. Wilson, L.J. Robinson, N.G. Karlsson (Sydney, Australia) 
 

10.00 – 10.30 IS HIGH THROUGHPUT GLYCOPROTEOMICS POSSIBLE? 
 C.B. Lebrilla (Davis, USA) 

 
 

10.30 – 11.00 COFFEE BREAK 
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THURSDAY SEPTEMBER 2nd 
 
 
 
 

PARALLEL SESSIONS A 
 

THERAPEUTIC TARGETS 
Chairpersons: L. Anderson, M. Stoeckli 

 
 

11.00 – 11.30 APPLICATION OF PARALLEL-BASED PROTEOMIC AND TRANSCRIPTOMIC  
 METHODS FOR PHARMACODYNAMIC STUDIES IN DRUG DEVELOPMENT 
 S.D. Patterson (Thousand Oaks, USA) 

 
11.30 – 12.00 TARGETING CELLULAR PROTEINS FOR THE DEVELOPMENT OF NEW  

 COMPOUNDS WITH ANTI-HERPETIC ACTIVITY 
 A. Greco, A. Callé, S. Miszczycha, K. Kindbeiter, Y. Couté, A. Scherl, D.F. Hochstrasser, J.-C. 
 Sanchez, J.-J. Diaz (Villeurbanne, France; Geneva, Switzerland) 

 
12.00 – 12.30 SUCCESSFUL PROTEOMICS STRATEGIES FOR PHARMACEUTICAL AND  

 DIAGNOSTIC RESEARCH AND FOR BIOMARKER DISCOVERY 
 H. Langen, P. Berndt, M.-L. Hagmann, G. Pestlin, M. Tacke, W. Zolg (Basel, Switzerland; Germany) 

 
 
 
 

PARALLEL SESSIONS B 
 

SUBCELLULAR STRUCTURES 
Chairpersons: J.-J. Diaz, R. Heeren 

 
 

11.00 – 11.30 MASS SPECTROMETRY ANALYSIS OF LARGE CELLULAR STRUCTURES  
 J.R. Yates, C. Wu, M. MacCoss (La Jolla, CA, USA) 

 
11.30 – 12.00 DISCERNING THE PROTEIN COMPOSITION OF SUBCELLULAR FRACTIONS VIA  

 QUANTITATIVE PROTEOMICS: INSIGHTS TO PEROXISOME BIOLOGY 
 D.R. Goodlett, M. Marelli, S. Jung, E.C. Yi2, S.M. Donohoe, A.I. Nesvizhskii, R. Aebersold, J.J.  
 Smith, R.A. Rachubinski, J.D. Aitchison (Seattle, USA; Alberta, Canada) 

 
12.00 – 12.30 PROTEOMICS OF THE EARLY SECRETORY PATHWAY 

 J. Bergeron (Montreal, Quebec, Canada) 
 
 

12.30 – 14.30 LUNCH 
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THURSDAY SEPTEMBER 2nd 
 
 
 
 

CLOSING MAIN LECTURE 
 
 

14.30 – 15.15 A GLOBAL VIRUS SEARCH ENGINE 
 N.G. Anderson (Rockville, MD, USA) 

 
 
 
 

15.15 – 15.30 CONCLUDING REMARKS 
  V.Pallini, S. Liberatori, L. Bini, J.-C. Sanchez, G. Corthals, D.F. Hochstrasser 
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POSTERS 

(Alphabetical order sorted by first author) 
 
 
 
CORRELATION OF GENE EXPRESSION AND PROTEIN EXPRESSION PROFILES OF RAT  
MEMBRANE PROTEINS BY LC/MALDI/MSMS USING CLEAVABLE ICAT REAGENTS 
F. Abdi, F. Gharahdaghi, M. Minkoff, J.Arriza, T. Defay, M. Mallamaci, M. Peters, M. Stein, A. Williams, M. Lin, K. Waddell 
(Framingham MA; Wilmington, DE, USA) 
 
PROTEOMIC PROFILING OF AN IN VITRO MODEL OF CARDIAC HYPERTROPHY INDICATES THE  
INVOLVEMENT OF MODIFIED DESMIN SPECIES IN MITOCHONDRIAL REPOSITIONING. 
G. Agnetti, K. Bezstarosti, D. Dekkers, C. Guarnieri, C. M. Caldarera, J. M. J. Lamers (Bologna, Italy; Rotterdam, The Netherlands) 
 
DIRECT INTERACTIONS AMONG THE TYROSINE KINASE RECEPTOR RET, THE GDNF AND THE GFRα1  
MOLECULES 
A. Amoresano, M. Incoronato, G. Monti, P. Pucci, V. de Franciscis, L. Cerchia (Naples, Italy) 
 
NOVEL METHODS THAT FACILITATE MEMBRANE PROTEIN STUDIES AND ELUCIDATE  
PROTEIN REDISTRIBUTION AND PHOSPHORYLATION EVENTS. 
J. Anders, M. Wehsling, A. Abdolzade-Bavil, D. Matheis, A. Seiler, C. Rüter, S. Andrecht, R. Hendriks (Darmstadt, Germany) 
 
IDENTIFICATION OF VOLTAGE-DEPENDENT ANION CHANNEL (VDAC) IN BOVINE SPERMATOZOA 
V.A. Aires, X. Schneider, V. de Pinto, K.D. Hinsch, E. Hinsch (Giessen, Germany; Catania, Italy) 
 
DIFFERENTIAL PROTEIN EXPRESSION ANALYSIS BETWEEN TUMORAL AND NON-TUMORAL TISSUES  
FROM COLORECTAL CANCER PATIENTS 
P. Alfonso, A. Núñez, J. Madoz-Gúrpide, P. López-Serra, J.L. Martínez-Torrecuadrada, I. Casal (Madrid, Spain) 
 
DIFFERENTIAL PROTEIN EXPRESSION ANALYSIS OF THE BREAST CANCER CELL LINE MCF7 AFTER  
TREATMENT WITH GEMCITABINE 
P. Alfonso, A. Núñez, G. Moreno-Bueno, C. Sánchez-Estévez, J. Palacios, I. Casal (Madrid, Spain) 
 
NEUROPEPTIDE AND PROTEIN EXPRESSION CHANGES IN EXPERIMENTAL PARKINSON’S DISEASE 
USING PROTEOMICS, PEPTIDOMICS AND IMAGING MASS SPECROMETRY 
P.E Andren, M. Svensson, K. Sköld, A. Nilsson, J. Pierson, R.M. Caprioli, P. Svenningsson 
(Uppsala, Stockholm, Sweden; Nashville TN, USA) 
 
THE PROTEOME OF HUMAN FOLLICULAR FLUID (HFF) AND FOLLICULOGENESIS  
S. Angelucci,P. Moio, F. Di Giuseppe, D. Ciavardelli, P. Palumbo, A. Urbani, G.M. Tiboni, C. Di Ilio (Chieti-Pescara, Italy) 
 
PROTEOMIC ANALYSIS OF STREPTOCOCCUS THERMOPHILUS  
S. Arena, R. Rullo, G. Renzone, C. D’Ambrosio, L. Ledda, L. Ferrara, A. Scaloni (Naples, Italy) 
 
A NEW DERIVATIZATION REACTION FOR THE ANALYSIS OF SER/THR PHOSPHORYLATION BY MASS  
SPECTROMETRY 
G. Arrigoni, P. James (Padova, Italy; Lund, Sweden) 
 
ANALYSIS OF DIFFERENTIAL PROTEIN EXPRESSION PROFILES IN E2F2-/- T LYMPHOCYTES 
M. Azkargorta, A. Fullaondo, A.M. Zubiaga, F. Elortza, J.M. Arizmendi (Bilbao, Derio, Spain) 
 
N- AND C-TERMINAL SEQUENCING OF PROTEINS BY MALDI RE ISD AND T3 

S. Bailey, A. Wattenberg, V. Gruß, P. Weingarten, A. Resemann, D. Suckau, H.E. Meyer, M. Blüggel (Dortmund, Bremen, Germany)
 
EVALUATION OF MEMBRANE PROTEIN EXPRESSION OF Acinetobacter radioresistens S13 DURING GROWTH 
PHASES BY DIFFERENT IMAGE ANALYSIS SOFTWARE 
C. Barello, M. Costa, M.G. Giuffrida, R. Mazzoli, E. Pessione, L. Prunotto, D. Fortunato, C. Giunta 
(Colleretto Giocosa, Torino, Italy) 

 
LOW MOLECULAR WEIGHT PROTEIN ISOLATION FROM HUMAN PLASMA. COMPARISON OF  
ULTRAFILTRATION, SOLVENT EXTRACTION AND REVERSE PHASE CAPTURE AFTER ON LINE GEL 
FILTRATION 
N. Barrillat, N. Christmann, T. Baussant (Meyrin/GE, Switzerland) 
 
LARGE-SCALE TUMOR ANALYSIS FOR BIOMARKER DISCOVERY 
S. Bengtsson, M. Krogh, C. Peterson, C. Silfverswärd, G. Auer, A. A. Alaiya, P. James (Lund, Stockholm, Sweden) 
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DECIPHERING EMBRYO-MATERNAL CROSS-TALK BY HOLISTIC PROTEOME APPROACHES 

F. Berendt, T. Fröhlich, E. Wolf, G.J. Arnold (Munich, Germany) 
 
MAGNETIC SAMPLE PREPARATION FOR MASS SPECTROMETRY 
S. Bergholtz, E. Breivold, D. Gillooly, K. Lycke, P. Songe, G. Fonnum, M. Bosnes (Oslo, Norway) 
 
SCAPE: A NEW TOOL FOR THE SELECTIVE CAPTURE OF PEPTIDES IN PROTEIN IDENTIFICATION 
L. Betancourt, J. Gil, V. Besada, L. García, L. J. González, J. Fernández-de-Cossio, R. Pajón, F. Alvarez, G. Padrón 
(La Habana, Cuba) 
 
THE MEMBRANE PROTEOME OF HALOBACTERIUM SALINARUM 
B. Bisle, C. Klein, C. Garcia-Rizo, B. Scheffer, F. Pfeiffer, F. Siedler, D. Oesterhelt (Martinsried, Germany) 
 
A PROTEOMICS BASED APPROACH FOR DEVELOPING MONITORING TOOLS FOR BIOLOGICAL  
EFFECTS OF OIL AND PRODUCED WATER TO FISH 
A. Bohne Kjersem, B. K. Larsen, A. Goksøyr, B.E. Grøsvik (Bergen, Stavanger, Norway) 
 
SEPARATION OF PROTEINS FROM COPPER TREATED HEMP (CANNABIS SATIVA) ROOTS BY  
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